ABSTRACT Fusarium proliferatum is a component of the onion basal rot disease complex. We present an annotated F. proliferatum draft genome sequence, totaling 45.8 Mb in size, assembled into 597 contigs, with a predicted 15,418 genes. The genome contains 58 secondary metabolite clusters and homologs of the Fusarium oxysporum effector SIX2.
Fusarium spp. identified two homologs of the SIX2 gene from F. oxysporum f. sp. lycopersici on contigs 12 and 246 (18, 19) . Additional pathogenicity factors were identified following the same approaches used for our recent annotation of F. oxysporum f. sp. cepae genomes (7) ( Table 1) . Secondary metabolite gene clusters were predicted using antiSMASH (20) , SignalP version 4.1 and TMHMM version 2 were used to predict genes encoding secreted proteins (21, 22) , carbohydrate-active enzymes were predicted using dbCAN and the CAZY database classifications (23, 24) , and proteins with an effector-like structure were predicted using EffectorP version 1.0 (25) . Furthermore, miniature impala (mimp) sequences are located in the vicinity of F. oxysporum f. sp. genes that are important in pathogenicity (26) and as such were identified in the genome (Table 1) using previously described RegEx searches (7) .
Data availability. This whole-genome shotgun project has been deposited at DDBJ/ ENA/GenBank under the accession number MRDB00000000 (BioProject number PRJNA338256). The version described in this paper is version MRDB01000000. Reads are available from GenBank under accession number SRR4408423. 
